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Introduction
Enterococci, which were initially considered to be harmless 
flora of the gastrointestinal tract, have emerged in the last two 
decades as a major cause of hospital-acquired infections 
(HAIs),1 including surgical site infections, urinary tract infec-
tions, and bacteremia.1-3 In the past, the source of infection by 
enterococci was mainly endogenous4; after that, the transmis-
sion of enterococci among hospitalized patients was reported.5 
Enterococcus faecalis is one of the most common isolated patho-
gens from all types of wounds,6,7 and the third frequent iso-
lated pathogen from surgical site infections.8,9 They are also 
account to be an important cause of bacteremia all over the 
world.10 Colonization of the hands of health care workers by E 
faecalis can be a source of infection by contact with surfaces, or 
medical equipment11 due to its ability to survive on inanimate 
surfaces, as well as on the hands of hospital staff for long time.12 
Treatment of E faecalis infections is so difficult because they 
have intrinsic and acquired resistance to many antimicrobials.13 
They have intrinsic resistance against a number of antimicrobi-
als including, aminoglycosides and β-lactams due to carrying 

several resistance genes14 as well as acquired resistance against 
several antibiotics like macrolides, vancomycin, cephalosporin, 
tetracycline, and fluoroquinolones, resulting from either DNA 
mutation or acquisition of new genes through gene transfer.15 
Most hospital strains are resistant to a wide range of antibi-
otics, including macrolide and vancomycin,15-17 and also have 
been recognized as β-lactamases producers, causing resistance 
to penicillins and cephalosporins.18 Few studies have focused 
on E faecalis isolated from surgical wound infections and bac-
teremia. In this regard, little is known about the prevalence of 
E faecalis isolated from surgical wound infections and bactere-
mia, their antimicrobial susceptibility, and the mechanisms of 
antibiotic resistance particularly in developing countries, which 
are investigated in the current study

Patients and Methods
Patient population

This is a cross-sectional study including 300 patients who devel-
oped clinical signs of surgical wound infection and bacteremia 
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at least 48 hours after hospital admission as identified by 
the Centers for Disease Control and Prevention National 
Healthcare Safety Network (CDC/NHSN),19 from surgery 
departments at Minia University hospital (a teaching hospi-
tal provides care to adult and pediatric patients in 35 wards 
including 800 beds), between June 2017 and January 2018. 
Samples were collected as the following: 200 wound swaps 
from patients with clinical signs of septic wounds and 100 
blood cultures from patients with suggested bacteremia. The 
study protocol was approved by the local institutional 
review board at the authors’ affiliated institution (Registration 
number: MUH15329) and consents were obtained from all 
participants.

Bacterial isolation

Identification of the isolated enterococci to the genus level was 
performed by Gram staining, blackening of Bile Aesculin Azide 
Agar (Oxoid), culture on nutrient broth at 10°C, 45°C, and with 
6.5% NaCl, then identification to the species level was per-
formed by motility test, sugar fermentation tests (L-Arabinose, 
Mannitol, Sorbitol Glycerol D-Lyxose Mannitol, Galactose, 
and Hippurate), and arginine dihydrolase and pyruvate utiliza-
tion test. Also identification of E faecalis strains confirmed by 
detection of E Faecalis gene using real-time polymerase chain 
reaction (PCR).

Antimicrobial susceptibility testing

Antimicrobial susceptibility of the isolates was determined by 
disk diffusion method for the following antibacterial agents; 
erythromycin (15 µg), gentamicin (120 μg), tetracycline (30 μg), 
ampicillin (10 µg), amoxicillin-clavulanic (30 µg), Cefepime 
(30 µg), vancomycin (30 μg), teicoplanin (30 μg), linezolid 

(30 μg), ciprofloxacin (5 μg), Imipenem (10 µg), and rifampin 
(5 μg) (Bioanalyse, Turkey). Muller-Hinton agar plates were 
inoculated with 0.5 McFarland standard suspension of the strains, 
antimicrobial disks were placed into plates and then were 
incubated at 37°C for 24 hours. Minimum inhibitory con-
centrations (MICs) of vancomycin and erythromycin were 
determined by the agar dilution method. Zone diameters were 
assessed according to the Clinical Laboratory Standard 
Institute guidelines.20

DNA extraction

DNA was extracted using genomic BYF DNA extraction Mini 
Kit (Intron Biotechnology, Korea) according to the manufac-
turer’s instructions.

Identification of E faecalis Gene and Resistance 
Genes Using Real-Time PCR
The ddl E faecalis gene, ere(B) gene for erythromycin resistance, 
van A gene for vancomycin resistance, blaSHV and blaTEM 
genes for extended spectrum beta-lactamase (ESBL) produc-
tion were amplified by PCR in all isolates. The primer sets used 
(Eurofins, Germany) for amplification of ddl E faecalis,21,22 
van A,21 ere(B),23 blaSHV,24 and blaTEM25 genes are shown 
in Table 1. PCR was performed in 20 µL; 10 µL Hot Start 
Maxima SYBR green qPCR Master Mix (2X), 10 pmoles/µL 
forward primer and 10 pmoles/µL reverse primer (Macrogen, 
Korea), 0.05µL ROX solution, 200 ng of DNA and completed 
to 20 µL with nuclease-free water. PCR reactions were per-
formed using real-time thermal cycler (Applied Biosystem 
7500 fast), with a fluorescence detector. Each sample was tested 
in duplicate in the same Reverse Transcriptase PCR experi-
ment. Standard curves and other data analysis were analyzed 
with Applied Biosystem Real-time Software.

Table 1.  Primers sequences used for PCR assays.

Genes Primer sequence Reference

ddl
E Faecalis

F: ATCAAGTACAGTTAGTCT
R: ACGATTCAAAGCTAACTG

Duka et al21

Drahovska et al22

van A F: GGGAAAACGACAATTGC
R: GTACAATGCGGCCGTTA

Duka et al21

ere(B) F: 59-AGA AAT GGA GGT TCA TAC TTA CCA-39 
R: 59-CAT ATA ATC ATC ACC AAT GGCA-39

Portillo et al23

blaSHV ATTTGTCGCTTCTTTACTCGC
TTTATGGCGTTACCTTTGAC

Jemima and Verghese24

blaTEM ATGAGTATTCAACATTTCCG
CCAATGCTTAATCAGTGAGG

Tofteland et al25

erm(B) F: GAAAAGGTACTCAACCAAATA
R: GTAACGGTACTTAAATTGTTTAC

Sutcliffe et al26

mef(A/E) F: AGTATCATTAATCACTAGTGC
R: AGTATCATTAATCACTAGTGC

Sutcliffe et al26
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Detection of erythromycin resistance genes, erm(B), 
and mef(A/E) by conventional PCR

PCR reactions were performed using thermal cycler (UNO II 
thermocycler, Biometra, Germany), 50 µL reaction: 25 µL 
DreamTaq Green PCR Master Mix (2X), 20 pmoles/µL for 
forward and reverse primer, 300 ng of DNA and completed to 
50 µL with nuclease-free deionized water. Each gene was 
amplified using its specific primer26 (Table 1) (Eurofins 
Genomic Co., Germany). Positive and negative controls from 
previous research were used.27 PCR products were resolved on 
2% agarose gel and visualized under a UV transilluminator 
(Biometra).

Statistical analysis

Categorical variables were analyzed using the chi-square test, 
using SPSS software (version 20). P values of < .05 were con-
sidered to be statistically significant.

Results
Characteristics of the study population

Out of 300 bacterial isolates, 26 (8.6%) E faecalis isolates were 
identified. Only one isolate per patient was detected. The 
majority of them (24/26) were isolated from patients with sur-
gical wound infections. E faecalis was recovered with a fre-
quency of 24/200 (12%), from surgical wound samples and 
2/100 (2%) from blood cultures as shown in Table 2.

Antimicrobial susceptibility

Among the 26 tested E faecalis isolates, 100% were resistant to 
cefepime, ampicillin, and tetracycline, 25 (96%) to erythromycin, 
22/26 (84.6%) to rifampin, 21 (80%) to gentamicin (120 μg), 18 
(69.2.8%) to amoxicillin-clavulanic, 15 (61.5%) to ciprofloxacin, 
14 (53.8%) to vancomycin, 6 (23.1%) to linezolid, 5 (19.2%) to 
teicoplanin, and 2 (7.6%) to imipenem. For vancomycin, MIC of 
all vancomycin-resistant isolates were ⩾ 128 μg/mL. Multidrug 
resistance (MDR) was detected in all isolates (100%) as shown 
in Figure 1 and Table 2.

Detection of resistance genes

Out of 25 erythromycin-resistant isolates, 20 (80%) were found 
to be positive for ere(B) gene, 17 (68%) were found to be posi-
tive for erm(B) gene (Figure 2), all (26) E faecalis isolates were 
negative for mef(A/E) gene. Fifteen isolates carry both ere B 
and erm(B) genes, while 2 isolates carry erm(B) gene only and 
5 isolates carry ere(B) gene only. Van A was detected in 10/14 
(71.4%) of vancomycin-resistant isolates. Genes encoding–
lactamases (blaTEM and blaSHV) were not detected in any of 
isolates (Table 2).

Discussion
Enterococci are frequently isolated from health care settings. 
They reported as the third most common hospital-acquired 

pathogen.28 They are increasingly isolated from traumatic and 
surgical wounds29 and from bacteremia.10 In the present study, 
the prevalence of E. faecalis isolation was 8.6% among 300 
Egyptian patients with hospital-acquired infections. The isola-
tion rate was higher in surgical wound samples; 24/200 (12%) 
than blood samples (2%). Our findings were higher than other 
reports, where E faecalis was isolated from wound swabs with 
percentages of 6%30 and 1.3%,31 and were lower than others 
where the isolation rate from blood cultures was (4.6%).32 Our 
study showed that all isolates were reported to be resistant to 
cefepime, ampicillin, tetracycline, and exhibited high resistance 
rates; (84.6%) to rifampin, and (69.2%) to amoxicillin-clavu-
lanic, that are comparable to other reports.27,33,34 In the present 
study, high-level resistance gentamicin (HLGR) (120 μg) rate 
was (80%), vancomycin resistance rate was (53.8%), and teico-
planin resistance rate was (19.2%). The frequency of HLGR 
and glycopeptide resistance in the current study were very high 
compared with those of previous studies from Egypt.27,35,36 
Therefore, our study reveals increasing rates of resistance to 
gentamicin and glycopeptide, which makes the reassessment of 
antibiotics regimens in Egypt is very important. Erythromycin 
resistance in the current study was (96%), which was compara-
ble to some reports37 and higher than others.17,27,33 Linezolid 
resistance rate in the current study was (23.1%) which was 
higher than that of other reports27,32 while (100%) sensitivity to 
linezolid was reported in several studies.16,37 Regarding imi-
penem, resistance rate was (7.6%), which was lower than other 
reports37 and higher than others,38 so, linezolid, teicoplanin, 
and imipenem may be the alternative treatment for hospital-
acquired infections caused by E faecalis.

Multidrug resistance (MDR) was detected in all isolates 
(100%), defined by resistance to three or more Antimicrobials 
from different antimicrobial families39 indicating a big chal-
lenge in treating infections by E faecalis with empirical regi-
mens in Egypt. This MDR rate is comparable to that of 
previous reports.27,33 High level of resistance to these antibiot-
ics is likely related to the wide use of these antibiotics for treat-
ment of gram-positive infections in our locality.

Macrolides are still effective for treatment of important 
human infections.40 Cross-resistance to macrolides is caused 
by mutations in erm genes encoding methylases and/or 23 S 
rRNA.41 Increasing rate of mutations in erm genes and 
appearance of different resistance mechanisms among the 
clinical pathogens show a complexity of resistance to mac-
rolides, so studying such mechanisms between the enterococcus 
isolates is still important.41 Regarding identification of eryth-
romycin resistance mechanisms in our isolates, we found 20/26 
(76.9%) of all isolates and 20/25 (80%) of erythromycin 
resistant isolates were positive for ere(B) gene, 17/26 (65.4%) 
of the total E faecalis isolates and 17/25 (68%) of erythromycin 
resistant isolates were positive for erm(B) gene. However, all 
(26) E faecalis isolates were negative for mef(A/E) gene. Fifteen 
isolates carry both ere(B) and erm(B) genes. Our findings 
agreed with Bello Gonzalez et  al,42 who reported that 8/13 
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(61.5) of E faecalis isolates carried erm(B) gene and no isolate 
was found to harbor the mef(A/E) gene. Reyes et al43 reported 
that all enterococcal isolates with high-level resistance to eryth-
romycin carried the erm(B) gene and no isolate was found to 
harbor the mef(A/E) gene. A previous study investigated 
erm(B) and mef(A/E) genes in E Faecalis isolates from urine 
samples in our locality reported that, 92.5% (37/40) and 2.5% 
(1/40) of isolates were positive for erm(B) and mef(A/E), 
respectively.27 Ribeiro et al44 reported that 9/20 (45%) of 
E Faecalis isolates carried ere(B) gene41; the data about ere(B) 
gene is little so our finding may give an important information 
about the role of ere(B) gene in macrolide resistance or cross-
resistance not in E faecalis only but also in all gram-positive 
pathogens. Van A gene was detected in 71.4% of vancomycin-
resistant isolates that was comparable with previous studies 17 
and not comparable with others.36 However, some reports 
identified vanA gene in all vancomycin-resistant isolates.32 
blaTEM and blaSHV genes were not detected in our study, 
which agreed with some of previous studies,45 and disagreed 
with others.24

In summary, this study showed a prevalence of 8.6% E 
faecalis among 300 Egyptian patients with hospital-acquired 
infections. MDR in all isolates (100%) and high rates of 
resistance to gentamicin, erythromycin, and vancomycin were 
reported in E faecalis strain isolated from surgical wound 
samples and blood cultures, which considers an important 
health problem in the region. Erythromycin resistance in the 
studied isolates mainly related to the presence of ere(B) and 
erm(B) genes and vancomycin resistance is mainly related to 
van A gene.

In conclusion, occurrence of cross-resistance to macrolides 
between gram-positive pathogens due to increasing rate of 
mutations in resistance genes and gene transfer between differ-
ent species make the studying of such mechanisms between the 
enterococcus isolates still important. Vancomycin resistance 
studying is also important due to increasing rates all over the 
world. Linezolid, teicoplanin, and imipenem represent alterna-
tive choices for Egyptian patients with hospital-acquired E 
faecalis. Screening studies like this could help in identifying 
effective treatment measures to control such infections.

Limitations
There are two major limitations in this study that could be 
addressed in future research: first is that the study focused on E 
faecalis only, and second is the small sample size.

Author Contributions
All authors conducted the the research, wrote the manuscript 
and analyzed the results. All authors reviewed the final 
manuscript.

ORCID iD
Rasha MM Khairy  https://orcid.org/0000-0003-4481 
-8608

References
	 1.	 Bhatt MP, Patel A, Sahni AK, et al. Emergence of multidrug resistant entero-

cocci at a tertiary care centre. Med J Armed Forces India. 2015;71:139-144.
	 2.	 Abebe W, Endris M, Tiruneh M, Moges F. Prevalence of vancomycin resistant 

Enterococci and associated risk factors among clients with and without HIV in 
Northwest Ethiopia: a cross-sectional study. BMC Public Health. 2014;14:185.

Figure 1.  Antimicrobial resistance patterns of E facalis isolated from hospital-acquired infections.
Amox-clav indicates amoxacillin-clavulanic acid; cipro, ciprofloxacin, vancom, vancomycin.

Figure 2.  Gel electrophoresis for PCR products detecting erm B gene; 

lane 1: 100 bp molecular weight marker, lane 2: positive control, lane 3: 

negative control, lane 4, 6, and lanes 9-12: positive strains (639 bp), lanes 

5, 7, and 8: negative strains.

https://orcid.org/0000-0003-4481-8608
https://orcid.org/0000-0003-4481-8608


6	 Infectious Diseases: Research and Treatment ﻿

	 3.	 Haque KN. Neonatal sepsis in the very low birth weight preterm infants: part 1. 
Review of patho-physiology. J Med Sci. 2010;3:1-10.

	 4.	 Gilmore MS. The Enterococci: Pathogenesis, Molecular Biology, and Antibiotic Resis-
tance. Washington, DC: ASM Press; 2002.

	 5.	 Handwerger S, Raucher B, Altarac D, et al. Nosocomial outbreak due to Entero-
coccus faecium highly resistant to vancomycin, penicillin and gentamicin. Clin 
Infect Dis. 1993;16:750-755. doi:10.1093/clind/16.6.750.

	 6.	 Giacometti A, Cirioni O, Schimizzi A, et al. Epidemiology and microbiology of 
surgical wound infections. J Clin Microbiol. 2000;38:918-922.

	 7.	 Dowd SE, Sun Y, Secor PR, et al. Survey of bacterial diversity in chronic wounds 
using pyrosequencing, DGGE, and full ribosome shotgun sequencing. BMC 
Microbiology. 2008;8:43.

	 8.	 National Nosocomial Infections Surveillance (NNIS) System Report, data sum-
mary from January 1992 through June 2004, issued October 2004. Am J Infect 
Control. 2004;32:470-485.

	 9.	 Gjodsbol K, Christensen JJ, Karlsmark T, Jorgensen B, Klein BM, Krogfelt KA. 
Multiple bacterial species reside in chronic wounds: a longitudinal study. Int 
Wound J. 2006;3:225-231.

	10.	 Pinholt M, Ostergaard C, Arpi M, et al.; Danish Collaborative Bacteraemia 
Network. Incidence, clinical characteristics and 30-day mortality of enterococcal 
bacteraemia in Denmark 2006–2009: a population-based cohort study. Clin 
Microbiol Infect. 2013;20:145-151. doi:10.1111/1469-0691.12236.

	11.	 Chlebicki MP, Kurup A. Vancomycin-resistant Enterococcus: a review from a 
Singapore perspective. Ann Acad Med Singapore. 2008;37:861-869.

	12.	 Teixeira LM, Facklam RR. Enterococcus. In: Murray PR, Baron EJ, Jorgensen 
JH, Pfaller MA, Yolken RH eds. Manual of Clinical Microbiology. 8th ed. Wash-
ington, DC: American Society for Microbiology; 2003:422-433.

	13.	 Hollenbeck BL, Rice LB. Intrinsic and acquired resistance mechanisms in 
enterococcus. Virulence. 2012;3:421-433.

	14.	 Kacmaz B, Aksoy A. Antimicrobial resistance of enterococci in Turkey. Int J 
Antimicrob Agents. 2005;25:535-538.

	15.	 Leclereq R. Enterococci acquire new kinds of resistance. Clin Infect Dis. 1997;24. 
S80-S84.

	16.	 Yameen MA, Iram S, Mannan A, Khan SA, Akhtar N. Nasal and perirectal col-
onization of vancomycin sensitive and resistant enterococci in patients of paedi-
atrics ICU (PICU) of tertiary health care facilities. BMC Infect Dis. 2013;13:156.

	17.	 Jahansepas A, Aghazadeh M, Rezaee MA, et al. Occurrence of Enterococcus fae-
calis and Enterococcus faecium in various clinical infections: detection of their drug 
resistance and virulence determinants. Microb Drug Resist. 2018;24:76-82.

	18.	 Almeida ID, Schmalfuss T, Rohsig LM, Goldani LZ. Autologous transplant: 
microbial contamination of hematopoietic stem cell products. Braz J Infect Dis. 
2012;16:345-350.

	19.	 Centers for Disease Control and Prevention. CDC/NHSN Surveillance Definitions 
for Specific Types of Infections. http://www.cdc.gov/nhsn/PDFs/pscManual/2PSC 
_IdentifyingHAIs_NHSNcurrent.pdf. Updated 2016. Accessed February 14, 
2016.

	20.	 CLSI. Performance Standards for Antimicrobial Susceptibility Testing (CLSI docu-
ment M100-24), vol. 34. Wayne, Pennsylvania: CLSI; 2014.

	21.	 Duka MS, Evers S, Courvalin P. Detection of glycopeptide resistance genotypes 
and identification to the species level of clinically relevant enterococci by PCR. J 
Clin Microbiol. 1995;33:24-27.

	22.	 Drahovska H, Kocinova D, Seman M, Turna J. PCR-based methods for identi-
fication of Enterococcus species. Folia Microbiol. 2002;47:649-653.

	23.	 Portillo A, Ruiz-Larrea F, Zarazaga M, et al. Macrolide resistance genes in 
Enterococcus spp. Antimicrob Agents Chemother. 2000;44:967-971.

	24.	 Jemima SA, Verghese S. Multiplex PCR for bla(CTX-M) &bla(SHV) in the 
extended spectrum beta lactamase (ESBL) producing gram-negative isolates. 
Indian J Med Res. 2008;128:313-317.

	25.	 Tofteland S, Haldorsen B, Dahl KH, et al. Effects of phenotype and genotype on 
methods for detection of extended-spectrum-beta-lactamase-producing clinical 
isolates of Escherichia coli and Klebsiella pneumoniae in Norway. J Clin Microbiol. 
2007;45:199-205.

	26.	 Sutcliffe J, Grebe T, Tait-Kamradt A, Wondrack L. Detection of erythromycin-
resistant determinants by PCR. Antimicrob Agents Chemother. 1996;40:2562-2566.

	27.	 Abdelkareem MZ, Sayed M, Hassuna NA, Mahmoud MS, Abdelwahab SF. 
Multi-drug-resistant Enterococcus faecalis among Egyptian patients with urinary 
tract infection. J Chemother. 2017;29:74-82.

	28.	 Hidron AI, Edwards JR, Patel J, et al.; National Healthcare Safety Network 
Team, Participating National Healthcare Safety Network Facilities. NHSN 
annual update: antimicrobial-resistant pathogens associated with healthcare-
associated infections: annual summary of data reported to the National Health-
care Safety Network at the Centers for Disease Control and Prevention, 
2006-2007. Infect Control Hosp Epidemiol. 2008;29:996-1011.

	29.	 Dworniczek E, Piwowarczyk J, Bania J, et al. Enterococcus in wound infections: 
virulence and antimicrobial resistance. Acta Microbiol Immunol Hung. 
2012;59:263-269. doi:10.1556/AMicr.59.2012.2.11.

	30.	 Surucuoglu S, Gazi H, Kurutepe S, Ozkutuk N, Ozbakkaloglu B. Bacteriology 
of surgical wound infections in a tertiary care hospital in Turkey. East Afr Med J. 
2005;82:331-336.

	31.	 Iduh UM, Chollom CS, Nuhu A1, et al. Nosocomial infections in post-operative 
wounds due to Staphylococcus aureus and Pseudomonas aeruginosa in Benue State 
Nigeria. Afr J Micry Res. 2015;9:1989–1996.

	32.	 Armin S, Fallah F, Karimi A, Rashidan M, Shirdust M, Azimi L. Genotyping, 
antimicrobial resistance and virulence factor gene profiles of vancomycin resis-
tance Enterococcus faecalis isolated from blood culture. Microb Pathog. 2017;109: 
300-304.

	33.	 Yilema A, Moges F, Tadele S, et al. Isolation of enterococci, their antimicrobial 
susceptibility patterns and associated factors among patients attending at the 
University of Gondar Teaching Hospital. BMC Infect Dis. 2017;17:276.

	34.	 Zou LK, Wang HN, Zeng B, et al. Erythromycin resistance and virulence 
genes in Enterococcus faecalis from swine in China. New Microbiol. 2011;34: 
73-80.

	35.	 El Kholy A, Baseem H, Hall GS, Procop GW, Longworth DL. Antimicrobial 
resistance in Cairo, Egypt 1999–2000: a survey of five hospitals. J Antimicrob 
Chemother. 2003;51:625-630.

	36.	 Hashem YA, Yassin AS, Amin MA. Molecular characterization of Enterococcus 
spp. clinical isolates from Cairo, Egypt. Indian J Med Microbiol. 2015;33:80-86.

	37.	 Asadollahi P, Razavi SH, Asadollahi Pourshafie MR, Talebi M. Rise of antibi-
otic resistance in clinical enterococcal isolates during 2001–2016 in Iran: a 
review. New Microbes New Infect. 2018;26:92-99.

	38.	 Tajeddin E, Rashidan M, Razaghi M, et al. The role of the intensive care unit 
environment and health-care workers in the transmission of bacteria associated 
with hospital acquired infections. J Infect Public Health. 2016;9:13-23.

	39.	 Falagas ME, Koletsi PK, Bliziotis IA. The diversity of definitions of multidrug-
resistant (MDR) and pandrug-resistant (PDR) Acinetobacter baumannii and 
Pseudomonas aeruginosa. J Med Microbiol. 2006;55:1619-1629.

	40.	 Zaheer R, Cook SR, Klima1 CL, et al. Effect of sub therapeutic vs. therapeutic 
administration of macrolides on antimicrobial resistance in Mannheimia haemo-
lytica and enterococci isolated from beef cattle. Front Microbiol. 2013;4:133.

	41.	 Srinivasan U, Miller B, Debusscher J, et al. Identification of a novel keyhole phe-
notype in double-disc diffusion assays of clindamycin-resistant erythromycin 
sensitive strains of Streptococcus agalactiae. Microb Drugresis. 2011;17:121-124.

	42.	 Bello Gonzalez TDJ, Pham P, Top J, et al. Characterization of Enterococcus iso-
lates colonizing the intestinal tract of intensive care unit patients receiving selec-
tive digestive decontamination. Front Microbiol. 2017;8:1596.

	43.	 Reyes J, Hidalgo M, Diaz L, et al. Characterization of macrolide resistance in 
Gram-positive cocci from Colombian hospitals: a countrywide surveillance. Int J 
Infect Dis. 2007;11:329-336.

	44.	 Ribeiro T, Oliveira M, Fraqueza MJ, et al. Antibiotic resistance and virulence 
factors among Enterococci isolated from chouriço, a traditional Portuguese dry 
fermented sausage. J Food Prot. 2011;74:465-469.

	45.	 Vrabec M, Lovayová V, Dudriková K, Gallo J, Dudriková E. Antibiotic resis-
tance and prevalence of Enterococcus spp. and Escherichia coli isolated from Bryn-
dza cheese. Ital J Ani Sci. 2015;14:3968.

http://www.cdc.gov/nhsn/PDFs/pscManual/2PSC_IdentifyingHAIs_NHSNcurrent.pdf
http://www.cdc.gov/nhsn/PDFs/pscManual/2PSC_IdentifyingHAIs_NHSNcurrent.pdf



